Wild populations of N. crassa are polymorphic for het genes (Mylyk 1976 Genetics 83:275-284). Laboratory strains, which have come from varied lineages, frequently differ from one another in het genotype. This polymorphism and the multiplicity of het loci often make it difficult to use heterokaryon tests for genetic analysis, because failure to complement may result from allelic differences at any one of numerous het loci. Extraneous het genes other than at the locus of interest will usually not be a problem when duplications (partial diploids) are used.
Duplications of known content can be obtained for defined chromosomal segments in progeny of crosses heterozygous for insertional or terminal translocations (see Perkins and Barry 1977 Advan. Genet. 19:133-295). Because the duplications exist in an otherwise haploid genome, they make it possible to identify individual vegetative incompatibility (het) genes and to study them one by one without the necessity of making strains isogenic or homozygous for other het genes located outside the duplicated segment. If the translocation and normal-sequence parents differ with respect to alleles at a het locus within the duplication, then duplication progeny heterozygous for the included incompatible allelic combination display a characteristic inhibited growth with abnormal morphology and pigment (Newmeyer and Taylor . Three loci, het-7, -9, and -10, have been defined solely on the basis of their behavior in duplications. Presumably unlike alleles at these three loci are also heterokaryon incompatible, although this has not been tested because strains are not available that are known to differ only at the het locus in question but not at other loci. het-i has been defined only by behavior in heterokaryons; it differs from other het genes in such a way that incompatibility of different het-i alleles may not be detectable in duplications (Pittenger and Brawner 1961 Genetic evidence suggests the existence of multiple alleles at two loci-het-c and het-8 (Howlett, Leslie, and Perkins, 1993 Fungal Genet. Newsl. 40) . However, multiple allelism could be simulated by two alleles at each of two closely linked het loci, and this alternative has not been ruled out.
The listing that follows (Table 1) 
